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In This IssueAlternative Transmembrane Domain Conformations in VEGFR
PAGE 1077
Manni et al. describe the role of the VEGF receptor transmembrane domain in receptor signaling. The authors correlate
biochemical analyses onmutant receptors carrying dimerization-promoting transmembrane domains with structural data ob-
tained by NMR spectroscopy and molecular dynamics simulation.Z-Shaped Dimer of Plk4 Grabs onto Centriolar
Receptors
PAGE 1090
Plk4 kinases control centriole assembly, targeting to mother centrioles via a cryptic
polo-box (CPB) structural motif. Shimanovskaya et al. show that Plk4 CPBs form a
Z-shaped dimer with an extended basic surface patch that docks onto acidic regions
in centriolar receptors to promote daughter centriole formation.No Nonsense: How NMD Comes To Be
PAGE 1105
SMG1phosphorylates UPF1, an essential step in nonsense-mediatedmRNAdecay in
mammals.Melero et al. describe the 3D architecture of SMG1-SMG8-SMG9bound to
UPF1 and UPF2 (a SMG1 and UPF1 activator), revealing that SMG1C recruits UPF1
and UPF2 to distinct sites and UPF2 can bind and activate UPF1 within SMG1C.GPCR Dock 2013 Assessment
PAGE 1120
Kufareva et al. reports on the third round of the GPCR Dock assessment. State-of-the-art modeling approaches achieved
close-to-experimental accuracy for close homology targets and correctly identified protein folds for distant homology targets.
Predictions of long loops and GPCR activation states remain problematic.Selective Serotonin 5-HT1B Receptor Ligands
PAGE 1140
Rodrı´guez et al. perform large-scale docking screens against the crystal structures of serotonin 5-HT1B and 5-HT2B receptors
to identify subtype-selective ligands. Twenty-two molecules were predicted as selective for 5-HT1B and nine are experimen-
tally verified to have up to 300-fold higher affinity for 5-HT1B.Peptide Transporter Shows its Structure
PAGE 1152
Zhao et al. report the crystal structure of YbgH, aMFSpeptide transporter. They show that themost-conservedmotif, Motif-A,
regulates a bistable conformational change. A potential mechanism of substrate-protonation coupling is discussed.Structure 22, August 5, 2014 ª2014 Elsevier Ltd All rights reserved v
Structure
In This IssueStructural Basis for AMPK Activation
PAGE 1161
Calabrese et al. determine the first near full-length structure of the most widely expressed variant of mammalian AMP-Acti-
vated Protein Kinase (AMPK) in the presence and absence of synthetic activators. This work sheds light on the mechanism of
activation and sets the foundation for isoform-selective drug design.vi Structure 22, August 5, 2014 ª2014 ElsevieNucleotide Exchange and Microtubule
Depolymerization
PAGE 1173
Conformational transitions in the dimeric microtubule depolymerizer MCAK are
difficult to resolve. Burns et al. use electron microscopy and high capacity HX-
MS to show that nucleotide exchange causes transitions between open and
closed forms. These transitions drive protofilament bending as well as separation.SAXS of a Highly Flexible Protein
PAGE 1184
Capp et al. describe a new approach for determining the conformational parame-
ters of a flexible multidomain protein. Their polymer-physics-based analysis matches the information content of SAXS data
and avoids overparameterization inherent in an ensemble-based approach.Intrinsic Disorder Gets the Signaling Job Done
PAGE 1196
Combining molecular dynamics simulations, community network analysis and protein-protein docking, Bui and Gsponer
reveals how phosphorylation of an intrinsically disordered segment in Ets-1 enhances binding to its coactivator CBP.Outer Membrane Protein W in Micelles
PAGE 1204
Horst et al. determined the structure and dynamics of the E. coli outer membrane
protein W (OmpW) solubilized in 30-Fos micelles. Combined with previous crystal
structures, these results show that secondary structures formed by the extracel-
lular loops undergo slow hinge motions at the detergent–solvent interface.Yeast 80S Ribosome-tRNA Complexes: Feeling
the Movement
PAGE 1210
Svidritskiy et al. report molecular structures of tRNA-bound eukaryotic ribosomes. The structures shed light on the role of
conserved mRNA Kozak sequence in positioning the AUG start codon at the start of translation. They also reveal ribosome
and tRNA rearrangements involved in tRNA movement within the ribosome.r Ltd All rights reserved
